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Following the publication of this article \[[@CR1]\], the authors reported that the captions of Figs. [2](#Fig1){ref-type="fig"} and [3](#Fig2){ref-type="fig"} were published in the incorrect order, whereby they mismatch with their corresponding images. The figures are reproduced in the correct sequence with the correct captions in this Correction article. The original article has been corrected. Fig. 2Whole-genome alignments of *A. alternata* PN1 and PN2 with *A. brassicae*. **a** Circos plot showing macrosynteny of *A. alternata* PN1 and PN2 with *A. brassicae* across all contigs except the dispensable contigs (ABRSC11, scaffold13,17,18,19), **b** and **c** Syntenic dotplots of *A. brassicae* with *A. alternata* PN1 and PN2 Fig. 3Phylogenetic tree of Alternaria species with S. lycopersici as an outgroup. The tree was constructed using 29 single copy orthologs, which had the highest phylogenetic signal as calculated in Mirlo. Branch support values from 1000 bootstrap replicates are shown
